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V^IP on Kyle-Doolittle Hydro|:ft|itjity 

Ky«e-Dooliittle Hydmphoblclty predicts regions ^if 
hydrophobicity by summing the hydrophoblcity values for 
each ammo acid over a specified range of amino acid«i. 

Kyte and Doolittle recommend a range between 7 and 't3 
The default in GeneWorks Is 11 (5 before and 5 after i|i " 
given residue). The values are then multiplied by 10 tii) 
rriake them Integers. The results appear In the colump' with 
the default name "K-D". 

Reference: Kyte, J., and Doolittle, R.F. 1982. Journai of 
Molecular Biology 157; 105-132. 

The parameter settings for this algorithm can be chan'iaed 
in the Edit Parameters dialog bojt, which Is acces ibie 
using the Params button. 

In the Edit Parameters dialog bosc; 

Column Label shows the name of the algorithm seleoKed 
This name will also appear as the column header in thfli 
Analysis Table view. You can change the name to milike it 
easier to Identify the contents of the column. The def^iult 
column name Is "K-D". 

range and C-Range are text boxes that determine i'lhe 
size of the window around a base. Kyte and Doolittle 
recommend a range between 7 and 13. The default in 
GeneWorks is 11 (5 before and 5 after a given residue). 

The Additive Factor is a factor that Is added to the 1 
value; the default Is 0. The ftflult(lpllcatlve) Factor is ,ia 
factor by which the value is multiplied; the default is ij. 

Note: The default settings for each algorithm are thosai 
recommended in the original papers. These settings wei'e 
chosen because they provide the best balance between 
sensitivity and noise reduction. If you choose other 
settings, you must be aware that your results will dlff<ir 
from those of the authors. • 
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^elp on Kyte-Doolittl'e Hydropl(R)|ltlity 



Idle Priority allows you to determine how quickly the 
calculations for the column will be carried out. All ol the 
calculations are run In the background (e.g.. you can 
perform other tasks while they are being done) unless you 
choose Immetflate for the Idle Priority. Then the 
calculations are done In the foreground (e.g., you wl(l have 
to wait until the calculation finishes in order to perfi|>rm 
other tasks). Off stops the calculation of the values in the 
column. 



10/18/2 



-2- 



10/18/2002 FRI 11:47 [TI/RX NO 63001 1^005 



OCT. 18.2002 12:24PM SMDD CHIHON .| nu.idb r.b/r 

^ Help on Chou-Fasman Indie®* 

Chou-Fasman Indices predict tiie location of alphg. helices, beta 
sheets, and beta turns in a protein using average valU'l?s of tfie 
conformational potentials Pa, Pb, and Pt from Tables \i' and VII of Cfiou 
and Fasman (1978). 

The "CF Alpha" score is the average over a specified irilJnge of the 
sequence. The default range is from 2 residues before to 3 residues 
after a given residue, if the average Pa is greater than or equal to 103 
and the average Pa Is greater than the average Pb, thi|,t amino acid Is 
considered to be part of an alpha helix. Values are miiiltiplied by 100 to 
make them Integers. 

The "CF Beta" score is the average over a specified rg,|i|ge of the 
sequence. The default range is 3 residues centered on u given residue. 
If "CF Beta" is greater than or equal to 105 and the aviBrage Pb is 
greater than the average Pa, that amino acid Is conskliljred to be part of 
a beta sheet. Values are multiplied by 100 to make thiBm integers, 

"CF Turn4'' Is the average conformation value of the ffliyr positions of a 
beta turn. The default range is from 1 residue before l\) 2 residues 
after a given residue. Values are multiplied by 100 to nuake them 
Integers. 

"CF Turn2'" Is the average conformation value of the tvifo central 
positions of the turn. The default range is a given residiije and the one 
following It, Values are multiplied by 100 to make xhm Integers. 

Reference: Chou. P.Y., and Fasman, G.D. 1978. Advanc(\^ in Enzymology 
47: 45-148. 

The parameter settings for this algorithm can be chan-gied in the Em 
Paramejers dialog box, which Is accessible using this Paranns 
buUon. 

In the EeJSi Paramefere dialog box: 

Coliumn Label shows the name of the algorithm selectjiM. This name 
will also appear as the column header in the Analysis' Table view. 
You can change the name to make it easier to identify lihe contents of 
the column. The default column names are "CF Alpha", "biF Beta", CF 
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Help on Chou-Fqsman Indl 



Turn4", and "CF Turn2",, 

N- range and C-Range are text boxes that determinil^' the size of the 
window around a residue. The default range is 21 (10 before and 10 
after a given residue). The default range for "CF Alpl^iis" is from -2 
residues before to 3 residues after a given residue. Ifthe average pa Is 
greater than or equal to 103 and the average Pa is greater than the 
average Pb, that amino acid is helical. The default rani^e for "CF Beta" 
is 3 residues centered on a given residue. If "CF Beta" is greater than 
or equal to 105 and the average Pb is greater than th^i average Pa, that 
amino acid is a beta sheet. The default range for "CF Turn4" is from 1 
residue before to 2 residues after a given residue. Thi|^ default range 
for "CF Turn2" is a given residue and the one fojlowimg it. 

The AddJtBVB Factor Is a factor that Is added to the' value; the 
default is 0. The iViulf(ipljcative) Factor is a factor liny which the 
value is multiplied; the default is 1. 

Note: The default settings for each algorithm are tho^ne recommended 
in the original papers. These settings were chosen beciause they 
provide the best balance between sensitivity and nolsia reduction. If 
you choose other settings, you must be aware that y<|iur results will 
differ from those of the authors. 

idle Priority allows you to determine how quicl<ly tlije calculations 
for the column will be carried out. All of the calculations are run In 
the bacicground (e.g., you can perform other tasks whil^l they are being 
done) unless you choose Immediate for the Idle Prlll^rlty, Then the 
calculations are done in the foreground (e.g., you will have to wait 
until the calculation finishes in order to perform oth^p tasks). Off 
stops the calculation of the values in the column. 
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